Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.013 Å; R factor = 0.035; wR factor = 0.101; data-to-parameter ratio = 9.0.
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Comment
Fluorinated nucleosides, containing fluorine atom(s) or fluorine containing groups in the sugar moiety or in the base moiety of nucleosides, greatly improve the bioactivity and stability of the corresponding compounds. The noteworthy of the fluorinated nucleosides are FMAU, FIAC, FLT, gemcitabine (Etzold, et al., 1971; Watanabe, et al., 1979; Hertel, et al., 1988) , which have high antiherpes and in some cases antitumour activities.
In our study, we report a fluorinated nucleoside (Fig. 1 ). The three-dimensional structure and the packing of the title compound is shown Fig. 2 and hydrogen bonds geometry are summarized in Table 1 . The orientation of the base relative to the sugar of purine nucleosides is defined by the torsion angle χ (O1-C7-N4-C5),being in the title compound -anti, withχ= -129.0 (11)°. The phase angle of pseudorotation (P)is 67.6 (11)°, and the maximum amplitude of puckering (τ m ) is 39.5 (7)° (Saenger, 1983) . The sugar ring adopts a D conformation (Evans & Boeyens, 1989) , with an unsymmetrical twist O1-endo-C10-exo( o T 4 ). The packing of the title compound is stabilized by hydrogen bonds, leading to a twodimensional network ( Fig. 3 and Table 1 ). The nucleobases are arranged head-to-head in a staircase-like fashion, in a pattern propagated by the a axis of the unit cell.
Experimental
Synthesis of compound 1 2-Deoxy-2-fluoro-3,5-di-O-benzoyl-α-D -arabinofuranosyl bromide (66.4 mg, 1.57 mmol) was added into a well-stirred mixture of 6-chloro-7-iodo-pyrrole[2,3-d]pyrimidine (400 mg, 1.43 mmol), potassium hydroxide (281.1 mg, 5.01 mmol) in anhydrous CH 3 CN (8 mL) at 273 K. The reaction mixture was allowed to warm to room temperature and kept for 16 h.
After the solvent was removed in vacuo, the residue was purified by column chromatography on silicagel to give I as a white solids.
Synthesis of compound 2 1(220.0 mg, 0.354 mmol) was suspended in 30 mL saturated methanolic ammonia and the solution was heated in a sealed bottle at 403 K for 12 h. The solution was evaporated in vacuo. The residue was purified by column chromatography on silica gel to afford 2 as a white solids. Crystals of the title compound (2) were obtained by slow evaporation of methanol.
Refinement
H atoms bond to N were located in a difference map and refined with distance of N-H = 0.86 Å or O-H = 0.82 Å and U iso (H) = 1.2U eq (N). other H atoms attached to C were fixed geometrically and treated as riding with C-H = 0.96 Å (methyl) or 0.93 Å (aromatic) and with U iso (H) = 1.2U eq (aromatic) or U iso (H) = 1.5U eq (methyl). 
Computing details
Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO (Agilent, 2013); data reduction: CrysAlis PRO (Agilent, 2013); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008) . where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.81 e Å −3 Δρ min = −0.95 e Å −3 Extinction correction: SHELXL, Fc * =kFc[1+0.001xFc 2 λ 3 /sin(2θ)] -1/4 Extinction coefficient: 0.067 (7) Absolute structure: Flack (1983) Absolute structure parameter: −0.02 (4)
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

